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Table 6 

CD28TFc sequence (SEQ ID NO;2) 
(thrombin site separating the two halves of the chimera is shown in bold) 



CCCCATCCGCTCAAGCAGGCCACCATGGATTGGCTGCGGAACTTGCTATTCCTGATGGCG 
1 + 4- + + + +60 

GGGGTAGGCGAGTTCGTCCGGTGGTACCTAACCGACGCCTTGAACGATAAGGACTACCGC 

MDWLRNLL FLMA 



GCCGCTCAAAGTATCAACGCGAACAAGATCTTGGTGAAGCAGTCGCCCATGCTTGTAGCG 

51 + + + + + + 120 

CGGCGAGTTTCATAGTTGCGCTTGTTCTAGAACCACTTCGTCAGCGGGTACGAACATCGC 

AAQS INANKILVKQS PMLVA 



TACGACAATGCGGTCAACCTTAGCTGCAAGTATTCCTACAATCTCTTCTCAAGGGAGTTC 

121 + + + + + + 180 

ATGCTGTTACGCCAGTTGGAATCGACGTTCATAAGGATGTTAGAGAAGAGTTCCCTCAAG 

■ 

ydnavnl'sckysynlfsref 

CGGGCATCCCTTCACAAAGGACTGGATAGTGCTGTGGAAGTCTGTGTTGTATATGGGAAT 

181 + + + + + + 240 

GGCCGTAGGGAAGTGTTTCCTGACCTATCACGACACCTTCAGACACAACATATACCCTTA 

R A S L H KG LD SAVEV CVV YG. N 



TACTCCCAGCAGCTTCAGGTTTACTCAAAAACGGGGTTCAACTGTGATGGGAAATTGGGC 

241 + .+ + + + + 300- 

ATGAGGGTCGTCGAAGTCCAAATGAGTTTTTGCCCCAAGTTGACACTACCCTTTAACCCG 

Y. SQQLQVYSKTGFN CDGKLG 

■ 

■ 

* 

AATGAATCAGTGACATTCTACCTCCAGAATTTGTATGTTAACCAAACAGATATTTACTTC 

301 — — + + + + + + 360 

T TACT TAGTCACTGTAAGATGGAGGT CTTAAAC ATACAATTGGTTTGT CTATAAATGAAG 

NE SVTFYLQNLY VNQTDIYF 
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TGCAAAATTGAAGTTATGTATCCTCCTCCTTACCTAGACAATGAGAAGAGCAATGGTACC" 

361 + ---=■ + ; + ■ + ■ + + 420 

ACGTTTTAACTTCAATACATAGGAGGAGGAATGGATCTGTTACTCTTCTCGTTACCATGG ' 

* 

» 

CKI EVMYP PPY L DNE KS NGT 



ATTATCCATGTGAAAGGGAAACACCTTTGTCCAAGTCCGCTATTTCCCGGACCTTCTAAG 

421 + + + '- + + + 480 

TAATAGGTACACTTTCCCTTTGTGGAAACAGGTTCAGGCGATAAAGGGCCTGGAAGATTC 

IIHVKGKHLCPS. PLFPGPSK 

CCCCTGGTACCCAGGGGTAGTGGTAGTAAGCCTAGCATAAGTACAGTCCCAGAAGTATCA 

431 - + + . + + + + 540 

GGGGACCATGGGTCCCCATCACCATCATTCGGATCGTATTCATGTCAGGGTCTTCATAGT 

PLVPRGSGSK PSISTVPEVS" 



TCTGTCTTCATCTTCCCCCCAAAGCCCAAGGATGTGCTCACCATTACTCTGACTCCT7\AG 
541 _ + + + + + ■ + 600 

AGACAGAAGTAGAAGGGGGG^TTTCGGGTTC C TACACGAGTGGTAATGAGAC TGAGGATTC 
S VF I F P P KPKDVLT I TLTP K 



GTCACGTGTGTTGTGGTAGACATCAGCAAGGATGATCCCGAGGTCCAGTTCAGCTGGTTT 

601 + + + + + - + 660 

CAGTGCACACAACACCATCTGTAGTCGTTCCTACTAGGGCTCCAGGTCAAGTCGACCAAA 

VTC VVVDISKDDP EVQFSWF 



GTAGATGATGTGGAGGTGCAC ACAG C TCAGACG CAACC C CGGGAGGAGCAGTT CAACAGC 

661 + + + - + + + 720 

CATCTACTACACCTCCACGTGTGTCGAGTCTGCGTTGGGGCCCTCCTCGTCAAGTTGTCG 

VDDVEVHTAQT QPREE.QFN. S 
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. ACTTTCCiSCTCAGTCAGTGAACTTCCCATCATGCACCAGGACTGGCTCAATGGCAAGGAG 
721 - : + + -- : + ---: + + + 780 

TGAAAGGCGAGTCAGTCACTTGAAGGGTAGTACGTGGTCCTGACCGAGTTACCGTTCCTC 
T FRSVSEL PI MHQDWLNGKE 



TTCAAATGCAGGGTCAACAGTGCAGCTTTCCCTGCCCCCATCGAGA7VAAGCATCTCCAAA 

781 + -f + + + + 840 

AAGTTTACGTCCCAGTTGTCACGTCGAAAGGGACGGGGGTAGCTCTTTTGGTAGAGGTTT 

•FKC RVN SAAFPAPI'EKTISK 



ACCAAAGGCAGACCGAAGGCT C CACAGGTGTACACC ATTC CAC CT CCCAAGGAGCAGATG 

841 + + . + + + + 900 

TGGTTTCCGTCTGGCTTCCGAGGTGTCCACATGTGGTAAGGTGGAGGGTTCCTCGTCTAC 

T KGR PKAP QVYT I P P P KEQM 



G CCAAGGATAAAGTCAGT CTGACCTGCATGATAACAGACTT CTTC C CTGAAGACATTACT 

901 - + : + + + + -+ 960 

. CGGTTCCTATTTCAGTCAGACTGGACGTACTATTGTCTGAAGAAGGGACTTCTGTAATGA 

AKDKV S LTCM I'TDF F P ED I T 



GTGGAGTGGCAGTGGAATGGGCAGCCAGCGGAGAACTACAAGAACACTCAGCCCATCATG 

961 + + + + + + 1020 

CACCTCACCGTCACCTTACCCGTCGGTCGCCTCTTGATGTTCTTGTGAGTCGGGTAGTAC 

V EWQWNG Q P A E N YKNT Q P I M - i 



GACACAGATGGCTCTTACTTCGTCTACAGCAAGCTCAATGTGCAGAAGAGCAACTGGGAG 

021 + + + + + - + 1080 

CTGTGTCTACCGAGAATGAAGCAGATGTCGTTCGAGTTACACGTCTTCTCGTTGACCCTC 

D TDG SYFVYS KLNV .QKS NWE 
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GCAGGAAATACTTTC^CCTGCTCTGTGTTACATGAGGGCCTGCACAACCACCATACTGAG 

1081 + ---+ + + + -- + 1140 

CGTCCTTTATGAAAGTGGACGAGACACAATGTACTCCCGGACGTGTTGGTGGTATGACTC 

AGNT F T C S VLH EGLHNH H T E 



AAGAGCCTCTCCCACTCTCCTGGTAAATAA 

1141 + + + 1170 

TTCTCGGAGAGGGTGAGAGGACCATTTATT 

r 

KSLSHS PGK * 



